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Gene prioritizationGenetics and molecular biology have been instrumental for a better understanding of heritable defects caus-
ing human infertility over the past decades. More recently, the ﬁeld of reproductive biology has harnessed
genome biological approaches to gain insight into molecular processes underlying normal and pathological
gametogenesis and gamete function. We are currently witnessing yet another quantum leap in our ability
to monitor the ﬂow of information from the genome via the transcriptome to the proteome: tiling arrays
that cover both strands of a given target genome and RNA-Seq, a method based on ultra-high throughput
DNA sequencing, enable us to study noncoding and protein-coding transcripts with unprecedented precision
and depth at a reasonable cost. These technologies have spawned a thriving discipline within the bioinfor-
matics ﬁeld that employs information technology for managing and interpreting biological high-
throughput data. This review outlines database projects and online analysis tools useful for life scientists in
general and discusses in detail selected projects that have speciﬁcally been developed for researchers and cli-
nicians in the ﬁeld of reproductive biology. This article is part of a Special Issue entitled: Molecular Genetics of
Human Reproductive Failure.
© 2012 Elsevier B.V. All rights reserved.1. Introduction
The Expert Protein Analysis System (ExPAsy) server connected to
the World Wide Web more than 15 years ago was a harbinger for a
new concept of information exchange on a global scale [1]. The idea
to employ the emerging Internet as a means to disseminate data
was truly visionary. It provided a solution for the critical problem of
how to manage unprecedented amounts of biological data produced
with microarrays, ever more efﬁcient mass spectrometers and, most
recently, ultra-high throughput DNA sequencing machines. Today,
biomedical researchers have a vast array of free or commercially
available information sources, data repositories and web-server
based tools at their disposal including many that require no or very
little computer programming skills [2,3].
Genome biology has yielded insight into fundamentally important
questions about the evolution and development of, among many
others, H. sapiens [4–6], and numerous genomic studies have contrib-
uted to a better understanding of the molecular processes underlying
human gametogenesis [7–11]; reviewed in references [12–15].
It is now well established that work on germline development has
implications for research in oncology via Cancer/Testis (CT) antigenslar Genetics of Human Repro-
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l rights reserved.that are encoded by genes typically expressed in germ cells and so-
matic cancers but not in corresponding healthy tissues [16]. Because
of this pattern and the ﬁnding that they can elicit an immune re-
sponse in cancer patients CT genes are potential therapeutical targets
and they may play roles in cancer progression [17]. As a consequence
many large-scale proﬁling studies aiming at the identiﬁcation of
novel CT gene candidates and somatic/testis cancer signatures have
been carried out [18–21].
We are now entering the exciting age of personalized genomics
that seeks to understand the genetic makeup of each individual to
help diagnose and treat diseases [22]. This new approach will likely
boost our ability to unravel the genetic origins of certain forms of
human infertility [23–25]. There remains, however, a lot to be accom-
plished before the promises of genome biology will start making a
difference in the clinic [26,27].
A large number of databases are relevant for reproductive research
including information sources covering important model organisms
such as budding yeast (yeastgenome.org), mouse (informatics.jax.org),
ﬂy (ﬂybase.org) and worm (wormbase.org) and others focusing on all
proteins (uniprot.org) or interactome data (thebiogrid.org, [28]; ebi.ac.
uk/intact/). The reader is referred to recent descriptions of these and
related projects in the 2012 database issue of Nucleic Acids Research
[29].
This review discusses selected databases and web-based analysis
tools that are of interest for all life scientists and clinicians in general
(Sections 2 and 3), and the communities working on meiosis, game-
togenesis and fertility in particular (Section 4); see Table 1 for data-
base web addresses.
Table 1
Information sources for reproductive biologist and clinicians. The database names, a brief description of their information content and the uniform resource locator of each project
are indicated.
Project name Description URL http://
CTDatabase Resource for Cancer/Testis genes www.cta.lncc.br
EBI ArrayExpress European certiﬁed high-throughput data repository www.ebi.ac.uk/arrayexpress
Fly-TED In situ RNA hybridization image database ﬂyted.zoo.ox.ac.uk/
Genevestigator Private gene expression search engine providing free access to partial services genevestigator.com
GeneWiki Wikipedia section focusing on human genes en.wikipedia.org/wiki/Portal:Gene_Wiki
GermOnline Annotated cross-species germline expression data www.germonline.org
GermSAGE Database covering gene expression in mouse male germ cells germsage.nichd.nih.gov
GonadSAGE Database for gene expression in mouse embryonic gonads gonadsage.nichd.nih.gov
GPSy Gene prioritization tool for reproduction and sex differentiation gpsy.genouest.org
Human Protein Atlas High-throughput protein immunolocalization on normal and pathological tissues www.proteinatlas.org
MGEx-Tdb Expression database with testis-focus containing array data and manually curated information. resource.ibab.ac.in/MGEx-Tdb/
NCBI GEO US certiﬁed high-throughput data repository www.ncbi.nlm.nih.gov/geo
neXtProt Manually curated database covering all proteins encoded by the human genome www.nextprot.org
Ovarian Kaleidoscope Knowledgebase focusing on female reproduction ovary.stanford.edu
WikiGenes Community annotation database based on the Wikipedia concept www.wikigenes.org
WikiProteins Community annotation database conceptwiki.org
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After the initial idea of organizing information about proteins and
their function in SwissProt forces were united between European and
US projects to create one world-wide protein information source —
UniProt [30]. This vast project aims at centralizing manually curated
information on all proteins from all species. The database content is
highly reliable but – given the huge amount of information available
in the literature and the increasing speed at which more (and often
enough conﬂicting) data are published – is it difﬁcult to keep the en-
tries complete and accurate. This is the advantage of species-speciﬁc
databases that face a slightly less daunting challenge since fewer pro-
teins are to be covered and the entries are therefore more up to date.
Moreover, species' databases often include information on DNA, RNA,
and proteins organized together in their report pages.
2.1. neXtProt — the human protein annotation database
neXtProt has the important goal of providing users with compre-
hensive and reliable information on all human proteins. The initial
database content was provided by Swiss-Prot and complemented
with a large amount of high-throughput data notably from Ensembl
and Gene Ontology, certiﬁed array data repositories, a database con-
taining information on Single Nucleotide Polymorphisms (dbSNP)
and the Human Protein Atlas (see below); see reference [31] and ref-
erences therein (Fig. 1A). CALOHA, a novel type of controlled vocabu-
lary (ftp.nextprot.org) is being used in the annotation process to
allow for complex queries and an elaborate display of tissue expres-
sion patterns (Fig. 1B and C).
Taken together, the types of information available via the neXtProt
knowledgebase are likely helpful for the generation of hypotheses
about unknown or poorly characterized proteins that may function
in various cellular and tissular contexts. Moreover, this resource,
while still at an early stage of its development, is useful for quickly
accessing the currently available data for a given human protein.
2.2. The Human Protein Atlas: a protein localization resource in normal
and cancer tissues
An important issue of RNA proﬁling studies using whole-organ
and cellular samples is if the corresponding proteins are translated
and stable and how their cellular and tissular localization patterns
look like. One approach to answer such questions is immunoﬂuores-
cence and immunohistochemistry using cultured cells or histological
sections and antibodies against the target proteins. The Human Pro-
tein Atlas (HPA) project (www.proteinatlas.org) has the extremely
ambitious goal to provide protein localization data in normal cellsand cancer cells for all human proteins [32,33]. The database has a
simple query interface enabling users to search for targets using
gene symbols or ﬁelds to be selected from a popup menu. The initial
report page summarizes gene information and provides an overview
of subcellular-, normal-, and cancer location information. The items
in each category are clickable (for example in Normal tissue & Organ
summary select Male tissues) and lead to a secondary report page
that contains a color coded indication of the protein staining intensity
(negative, weak, moderate and strong) for each sample category
available. The sample types each have hyperlinks to the next level
providing an overview of images that can then be selected for viewing
at higher resolution.
To illustrate the HPA's usefulness for, among other applications,
validating expression data, Fig. 2A shows the human BRDT protein lo-
calization pattern in adult testicular sections. A navigation bar to the
left provides access to external information about the gene queried
as well as the antigen (synthetic peptide or recombinant protein),
type, provider and name (identiﬁer) of the antibody used. Panel B dis-
plays the corresponding mRNA concentrations observed in human
somatic controls and enriched germ cells [8]. The rodent ortholog
Brdt was found to be important for male germ cell differentiation in
the mouse [34] which suggests similar roles for the human protein
in the male germline.
The HPA content is in general of high quality. It should, however,
in some cases be interpreted with slight caution because the methods
for data production, while powerful in principle, may lead to artifacts
when antibodies are not (sufﬁciently) speciﬁc, when samples were
prepared using inappropriate ﬁxation procedures or when buffer con-
ditions suboptimal for a given antibody were applied. Another critical
issue is the complexity of cell types present in human tissues, espe-
cially in highly heterogeneous organs such as the testis. This makes
it difﬁcult, if not impossible, for database curators to always correctly
interpret the staining patterns as far as cell types are concerned. This
problem may in some cases lead to incomplete or partially incorrect
entries. Overall, however, the HPA is a very useful resource for both
fundamental and clinical research.
2.3. The Wiki approach to genome annotation
Community annotation has been phenomenally successful in
its attempt to organize encyclopedic knowledge of all imaginable sub-
jects via Wikipedia. As a consequence, the approach was embraced by
the database community to solicit life scientists and a number of pro-
jects such as WikiGenes (www.wikigenes.org/) and WikiProteins
(conceptwiki.org/) have been developed since [35,36], see reference
[37] for review. The approach has an inherent difﬁculty, however,
which is that life scientists are not meant to spend their time curating
[Term]
id: TS-1030
name: Testis
def : "The male gonadcontainingtwofunctionalparts: the seminiferous tubules for the production and transport of male germ cells
(spermatogenesis ) and the interstitial compartmentcontaining leydig cellsthat produceandrogens." [MeSH:Testis]
synonym: "Testes" RELATED []
synonym: "Testicle " RELATED []
synonym: "Testicular" RELATED []
synonym: "Testiculus" RELATED []
xref: BTO:0001363
xref: EV:0100102
xref: MESH:D013737
xref: FMA:7210
is_a: TS-1300 ! Endocrine gland
relationship: part_ofTS-1310 ! Male reproductive system
A
B
C
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Human BRDT (Human Protein Atlas) 
Human BRDT (GermOnline) 
B 
Fig. 2. BRDT mRNA and protein expression. A, screen shots show part of the database's interface and a full view of an adult testicular section stained using an anti-BRDT antibody as
reported by the Human Protein Atlas. B, a bar diagram indicates mRNA levels obtained with GeneChips [8].
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Unless that situation changes it is hard to see how substantial num-
bers of researchers could be motivated to spend their precious time
on genome annotation not to mention the fact that biocuration has
become a genuine profession in its own right. Another issue with
most projects, including GermOnlineWiki, may be the lack of trust
that any given bioinformatics tool is stable and based on long-term
funding [38]. An answer to this critical problem may be GeneWiki
(en.wikipedia.org/wiki/Portal:Gene_Wiki), a portal within Wikipedia
that aims at describing all human genes [39]. The database is queried
for individual genes using for example the symbol CCNA1 to call up a
report page containing free text, interactors, references and a box
providing external links. A clickable icon leads to a graphical displayFig. 1. neXtProt interface. A, the information output for a sample gene function is given. B, an
display associates anatomical structures and expression data.of microarray expression data obtained with a large number of tissues
including gonads [40] (Fig. 3). The entries are of acceptable quality
but vary widely in their information content and the depth of
referencing (see for example TNP1 for which only very basic annota-
tion is available and STRA8 which is lacking altogether when this ar-
ticle was written).
3. Certiﬁed microarray data repositories, search engines and gene
prioritization tools
An important milestone in genomics was the establishment of
data standards and conventions as a fundament for online reposito-
ries meant to archive well annotated high-throughput data. Theexample of the testis-related ontology used for gene annotation is shown. C, a graphical
1884 M. Primig / Biochimica et Biophysica Acta 1822 (2012) 1880–1895repositories have undergone a rapid evolution from mere storage fa-
cilities to valuable tools of data visualization. Today they serve two
main purposes: ﬁrst, they enable researchers to make their raw data
publicly available via an accession number – a prerequisite for pub-
lishing genomics work – and second, they provide a graphical display
of a vast amount of normalized expression data for individual genes.
While the latter feature is very useful it is not entirely clear to what
extent data across experiments are indeed comparable and how the
samples were processed in each case and caution must therefore be
exercised when interpreting their graphical output of expression
signals.
3.1. The EBI's ArrayExpress
The European Bioinformatics Institute (www.ebi.ac.uk) hosts the
ArrayExpress repository that was initially designed for microarray
data and later extended to other types of high-throughput informa-
tion such as RNA-Seq. The process of uploading involves an extensive
annotation step that includes direct interaction between the
submitter and database curators — this makes the uploading process
somewhat tedious but has the huge advantage of ensuring complete
data annotation. This is essential for subsequent work that relies on
this information when the data are retrieved. The details of this pro-
cess and the data annotation standards (Minimal Information about
a Microarray Experiment — MIAME and Minimal Information about
a high-throughput Sequencing Experiment — MINSEQE) are de-
scribed on the website and in reference [41]. The ArrayExpress is or-
ganized into the Experiments Archive where raw data ﬁles are
available for downloading and the Expression Atlas (http://www.
ebi.ac.uk/gxa/) providing users with a vast selection of expressionFig. 3. GeneWiki report page. A screen shot of the cudata for viewing via individual genes [42]. Fig. 4 shows one of several
possible graphical displays from two different experiments for HOP2.
A search form is available for reﬁned gene queries focusing on condi-
tions (using free text or proposed terms such as reproductive system
cell (38662) EFO_0002955 from the Experimental Factor Ontology;
[43]), species and broad patterns including up-, or down-regulation.
The output page summarizes studies that observed such patterns in
any number of species and conditions selected in the form of a dy-
namic table where users can mouse over the number of publications
in each cell to call up a graphical display of the corresponding expres-
sion data.
3.2. The NCBI's GeneOmnibus
The National Center for Biotechnology Information (www.ncbi.
nlm.nih.gov/) hosts the US repository GeneOmnibus (GEO; www.
ncbi.nlm.nih.gov/geo/) that is now based on the same conventions
and curation principles as ArrayExpress [44]. GEO navigation is
straightforward via its query form: users can search for DataSets relat-
ed to terms such as “spermatogenesis”, or “oogenesis” to retrieve in-
formation about relevant expression signals. Alternatively, a huge
number of experimental data are available via Gene proﬁles to be
searched for example by entering gene symbols such as “Spo11” or
“Tnp1”. Importantly, GEO enables users to formulate complex queries
using the Boolean Operators AND, OR and NOT (for more detailed in-
formation see www.ncbi.nlm.nih.gov/geo/info/qqtutorial.html) such
as “Spo11 AND Spermatogenesis”. Relevant experiments are then
listed and an icon leads the user to a graphical display of expression
signals, information about samples and hyperlinks to the raw data
ﬁles.rrent GeneWiki report page for CCNA1 is shown.
Fig. 4. Expression data display by the EBI's Expression Atlas. Microarray data for HOP2 from references [79] and [80] are shown as bar diagrams that plot samples (x-axis) against
signal intensities (y-axis). The developmental stage option (meiotic development versus mitotic growth) is active in this view. The working titles of the corresponding publications,
the accession numbers and the array types are indicated.
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Genevestigator (genevestigator.com; Table 1) is an extremely sophis-
ticated search engine for expressiondata relevant for biomedical research
and plant sciences [45]. Access to the basic version of this database re-
quires registration but is free and provides data from 15 different organ-
isms including human. Users can search for individual genes and then
display expression levels using scatter plots or false-color heatmaps in
different contexts such as samples, anatomy, and neoplasms (Fig. 5A).
Genevestigator's sample coverage spans a huge variety of normal and
pathological cellular and tissular examples including cancer. Users can
therefore search expression patterns typical for Cancer/Testis antigens
such as MAGEA3 [46,47] (Fig. 5B). One issue is that at least the publically
available database does not seem to hold data obtainedwith novel proﬁl-
ing technologies based on ultra-high throughput DNA sequencing (RNA-
Seq). One can perhaps expect this to change in future releases.
3.4. Gene Prioritization Systems
It has been a challenging task for biomedical researchers to pin-
point genes involved in biological processes or pathologies usinggenome biological data mainly because the manual interpretation of
large data sets is unavoidably biased by subjective criteria. One possi-
ble solution for this problem is gene prioritization which works via
the guilt-by-association principle whereby unknown genes showing
similar domains and expression features as loci known to be involved
in a given process are assumed to be involved in this process as well
[48]. While most available solutions are limited in their usefulness
for a highly conserved developmental pathway such as gametogene-
sis, the Gene Prioritization System (GPSy; gpsy.genouest.org) in-
cludes the sex differentiation and reproduction processes (Britto et
al., Nucleic Acids Res, in press). GPSy covers 45 eukaryotic species
and genes are ranked on the basis of data that belong to Sequence, Ex-
pression, Annotation and Association categories. The system lets users
select topics (gametogenesis, spermatogenesis, oogenesis, gonad de-
velopment, male-, and female gonad development) and then deﬁne
the query species before lists of genes (via their Entrez Gene identi-
ﬁers) are entered into the appropriate text ﬁeld. By default the top
50 genes are shown in a table summarizing gene-speciﬁc information
such as the Entrez identiﬁer, symbol, rank, and the overall score. GPSy
and related (but more generic) tools such as Endeavour [49] substan-
tially facilitate the identiﬁcation of genes likely playing important
Human SPO 11
MAGEA3
A
B
Fig. 5. The Genevestigator interface exempliﬁed by human SPO11. A, a screen shot shows a part of the hierarchical anatomy display relevant for the male gonad. The scatter plot
option is selected. Expression signal intensity is symbolized by a red dot and the sample number is indicated. Bars indicate the standard deviation. Linear signal intensities are given
at the bottom. B, parts of the data display for the CT gene MAGEA3 in cancer (top) and testis (bottom) are shown.
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tribution to gene discovery in the years to come.
4. Database projects focusing on reproductive biology
Apart from databases covering all genes in a given species'
genome or different types of molecules such as proteins, RNAs or
chemical compounds, there are also speciﬁc information sources for
individual tissues such as for example liver [50] and, notably,
human female and male reproductive organs. These databases typi-
cally provide added value because they focus on selected (and in
some cases manually curated) expression data highly relevant for
the given organ or biological process. This section will outline in
more detail a number of active projects reported in the literature.
4.1. The Ovarian Kaleidoscope
The Ovarian Kaleidoscope (OK; ovary.stanford.edu) focusing on
female reproduction was among the ﬁrst to adopt a community an-
notation approach in combination with high-throughput data. In a
recent publication the instigator of the project, A. Hsueh, reports
that an active community has galvanized around OK and that ap-
proximately 3400 human genes implicated in ovarian functions are
now covered by the database [51]. OK provides the typical set of
basic gene annotation information available via simple or complex
queries, a graphical display of relevant microarray data, and external
links to various data sources. It also offers a rather unique feature ter-
med DiSQUS which is essentially a web-based forum enabling regis-
tered users to discuss online gene entries. It will be interesting to see
to what extent this feature is considered as useful by its user commu-
nity and how OK will cope with the challenge of processing and dis-
playing expression data obtained by ultra-high throughput DNA
sequencing.
4.2. The GermOnline gateway
GermOnline (germonline.org) has recently been transformed into
a gateway including an archive for classical 3′-UTR GeneChip data and
a prototype visualization tool for tiling arrays that cover both strands
of the entire yeast genome [38]. Other viewers optimized for access to
all-exon GeneChips (that contain probes speciﬁc for each annotated
exon in a given genome) and RNA-Seq (a proﬁling method based on
ultra-high throughput DNA sequencing) [52] are currently under
development.
An important feature of GermOnline is that data from experiments
with human and rodent samples as well as other widely used model
organisms such as yeast, ﬂy and worm are interconnected via links
in the report pages. These connections are based on phylogenetic
data from Ensembl and the OMA project; see references [38,53] and
references therein. Since microarray expression signals obtained
with mammalian testicular tissues and enriched cell populations are
very reproducible between experiments it is possible to quickly ac-
cess meaningful cross-species data [8,14]. It must be noted that
human and mouse array data cover the largest common gene set
since the rat genome annotation was fairly incomplete at the time
the GeneChips employed in these studies were built. Users can call
up groups of genes falling into categories deﬁned on the basis of se-
quence conservation and conserved testicular expression patterns
[8] using the BioMart query system [54]. The query output displays
the report page or a list of items with hyperlinks leading to their re-
spective report pages. The report page comprises two major sections,
the Gene Report and at least one Transcript Report, a detailed descrip-
tion of which has been published [38,53].
We have now included a new study based on testicular biopsies
from infertile patients and a large control set of somatic tissues
(Chalmel et al., submitted). These data together with earlier workon human versus rodent germ cells [8] enable users to examine
human testicular mRNA levels in normal and pathological gonads
and puriﬁed germ cells for nearly all currently known protein-
coding genes such as for example CREM which is expressed in many
alternatively spliced forms including at least one that is known to
be germline speciﬁc [55,56]. GeneChips reveal distinct expression
levels for transcript isoforms in the germline (Fig. 6A and B) via pro-
bes against different exons of the human CREM locus (Fig. 6C and D).
Visual inspection of expression data obtained with probesets covering
distinct exons within a given transcript is therefore an efﬁcient way of
conﬁrming reports in the literature and of generating new hypothe-
ses about somatic or germline-speciﬁc roles for alternatively spliced
exons. Another informative example is CDK1/CDC2 [57]. This gene
is involved in cell cycle regulation and its transcript levels corre-
spond well to the size of mitotic and meiotic germ cell populations
in testis and to the mitotic or postmitotic state of somatic control
tissues (Fig. 7A, B). One criterion for the potential importance of
human expression data is their reproducibility in other species
such as the mouse. GermOnline enables users to access cross-
species data via the Ortholog prediction section. In the case of
ATPAF1-AS1 for example, the report page shows results obtained
with human testicular samples and the corresponding data for the
homologous mouse cDNA 4930544O15Rik are just one mouse
click away (Fig. 7C, D).
Furthermore, comparing transcript concentrations within testicu-
lar cells and somatic controls helps identify potentially germline-
speciﬁc mRNAs — raising the interesting questions why the expres-
sion of their corresponding genes is restricted to germ cells and
what roles the protein encoded by the gene might play. One striking
case is TNP1 that encodes a transition protein involved in chromatin
condensation during spermiogenesis for which mRNA is detected
only in germ cells (showing peak levels in postmeiotic spermatids;
Fig. 8A, B). A similar pattern (albeit at a lower level) is found for the
uncharacterized gene C17orf74. Since it encodes a potential mem-
brane protein (www.nextprot.org/db/entry/NX_Q0P670/sequence)
that is strongly expressed in post-meiotic male germ cells it may
play a role within a signaling process important for spermiogenesis
or fertility (Fig. 8C, D). Interestingly, immunohistochemistry data in
HPA seem to conﬁrm the testicular mRNA expression pattern at the
protein level as they reveal staining of germ cells within the sem-
iniferous tubule (www.proteinatlas.org/ENSG00000184560/normal/
testis). It is unclear, however, why very strong immunostaining of
glandular cells within the fallopian tube (www.proteinatlas.org/
ENSG00000184560/normal/fallopian+tube) does not correspond to
increased mRNA levels in that tissue (see somatic controls in
Fig. 8C). One explanation might be that an as yet unknown isoform
of the protein (for which GeneChips do not contain probes) is
expressed in the fallopian tube. In summary, their shortcomings not-
withstanding, RNA and protein expression data facilitate the genera-
tion of working hypotheses that could lead to the discovery of new
genes important for spermatogenesis or potential targets for the de-
velopment of innovative contraceptives.
The latest expression proﬁling methods use tiling arrays and ultra-
high throughput DNA sequencers to determine the length and con-
centration of theoretically all protein-coding and noncoding tran-
scripts present in a sample. As such they represent a huge leap in
our data production capacity. However, such data cannot be visual-
ized appropriately with bar diagrams that represent single values
for each RNA in each sample. To tackle this thorny issue we have in-
tegrated genome annotation data with false-color heatmaps that
represent normalized expression signals at the oligonucleotide level
covering both DNA strands for multiple samples in parallel [38,58].
It is well established that budding yeast is a useful model organ-
ism for research on human reproductive pathologies since meiosis is
a critical developmental stage during gametogenesis, and its key
landmark events such as meiotic recombination and formation of
BA
CREM, probeset 207630_s_at CREM, probeset 210171_s_at 
DC
Fig. 6. CREM splice variant expression. A and B, bar diagrams show the linear expression data obtained with two different probesets. The percentile for prepubertal patients
(AdMinus, AdPlus), adult patients classiﬁed using modiﬁed Johnsen scores (mJS1, 2, 3, 5, 7, 8 and 10) as well as control tissues are indicated. Data from replicates are indicated
by black bars. C and D, the target sequences covered by the exon-speciﬁc probesets are marked by red arrows.
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B 
CDK1/CDC2, probeset 203213_at 
C 
ATPAF1-AS1, probeset 230969_at 
D 
4930544O15Rik, probeset 1430517_at 
Fig. 7. Expression data display for CDK1/CDC2 exon probe and example for consistent expression data across species. A, a bar diagram displays CDK1/CDC2 annotation and expres-
sion data. B, the target sequence covered by the oligonucleotide probeset for which data are shown in panel A is indicated by a red arrow in the context of CDC2 exon annotation. C
and D, bar diagrams show linear expression signals obtained with samples as indicated for a human (ATPAF1-AS1/LOC374973) and a mouse (4930544O15Rik) transcript, encoded
by homologous genes, respectively.
1889M. Primig / Biochimica et Biophysica Acta 1822 (2012) 1880–1895the synaptonemal complex depend upon genes conserved from yeast
to mammals [23,59–61]. Moreover, entry into gametogenesis in
yeasts and mammals may involve analogous regulatory principles[62]. HOP2, a gene involved in chromosome pairing [63,64], is
shown as an example in Fig. 9A and B that illustrates HOP2 expression
in budding yeast as measured with classical Ye6100 [65] and tiling
A 
TNP1, probeset 206568_at  
C 
D 
C17orf74, probeset 240082_s_at
B 
Fig. 8. TNP1 and C17orf74 expression patterns. A and B, bar diagrams show linear data and percentiles obtained in human testicular samples for one known reference gene (TNP1)
and one poorly characterized gene (C17orf74) as given at the top (Chalmel et al., submitted).
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(Psmc3ip) and human (PSMC3IP) orthologs that are induced in
meiotic cells but not in somatic tissues (Fig. 9A–E) [8,11]; Chalmel
et al., submitted.
Contrary to the OK database, GermOnline never attracted any sig-
niﬁcant (unsolicited) annotation input from its users in spite of it
being accepted as a useful source for expression data (see reference
[38] for a more detailed discussion of the possible reasons for this
fact). A genuine problem for mature projects such as GermOnline is
to obtain funding for maintenance and further development critical
for hosting data obtained with new proﬁling technologies such as
RNA-Seq.Fig. 9. HOP2/PSMC3IP expression measured with 3′-UTR GeneChips and Sc_tlg tiling arrays
for HOP2 in growing (YPA) versus sporulating W303 and SK1 diploidMATa/α wild-type stra
heatmap (red and blue indicate high and low expression levels, respectively) is shown togeth
cultured in rich media with glucose (YPD) or acetate (YPA) or sporulation medium (1–12 h
tially expressed segments corresponding to transcripts are given in red. D and E, bar diagra4.3. The GermSAGE and GonadSAGE databases
Serial Analysis of Gene Expression (SAGE) is a method for detecting
and quantifying RNAs whereby short DNA fragments (tags) are
concatenated, cloned and sequenced. The number of tags is a measure
of the initial transcript concentration in the sample. This approach is,
as opposed to microarrays and very much like RNA-Seq, independent
from previous genome annotation and covers both coding and noncod-
ing transcripts. The GermSAGE and GonadSAGE databases provide ac-
cess to mouse data from embryonic gonads and adult mitotic, meiotic
and postmeiotic germ cells (germsage.nichd.nih.gov, gonadsage.nichd.
nih.gov). Data are available for viewing via the UCSC genome browseracross species. A, a bar diagram shows linear signals measured with Ye6100 GeneChips
ins and meiosis-deﬁcient SK1MATα/α and W303 MATa/a controls [65]. B, a false-color
er with genome annotation information [58]. Each line corresponds to a sample of cells
). Each column represents data obtained with a single oligonucleotide probe. Differen-
ms summarize expression data for human PSMC3IP and mouse Psmc3ip [8].
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Fig. 10. Screenshot fromMGEx-Tdb. The expression report page for human SPO11 is shown. A binary code for the state of activity (transcribed, dormant) is indicated together with a
reliability score [68].
1892 M. Primig / Biochimica et Biophysica Acta 1822 (2012) 1880–1895[66,67]. These databases are useful resources to conﬁrm information
obtained with microarrays and they are especially interesting for tran-
scripts not or insufﬁciently covered by array-based high throughput
studies.4.4. The Mammalian Gene Expression Testis Database (MGEx-Tdb)
The MGEx-Tdb contains manually curated and array-based expres-
sion proﬁling information on genes likely relevant for the mammalian
testis [68]. The database can be queried using not only gene symbols
but also testicular cell types and various experimental conditions. A bi-
nary state corresponding to repressed (poetically termed “dormant”)
and activated (“transcribed”) is given for a query locus in different tis-
sues and cell types, and a reliability score is attributed to each gene in
the resulting list depending on how consistent expression data are
across a large sample set (Fig. 10). Experimental data are available for
mouse, rat and human. The authors, who have chosen the testis as the
ﬁrst target tissue because of its “unique cell differentiation” feature
among adult tissues, claim that their tool is suitable for assessing how
reliable testicular gene expression data are for mammalian genes cov-
ered by current microarray technology [68]. This may very well be the
case and time will tell if the community agrees.
A general problem with large-scale data processing approaches
used by MGEx-Tdb and other expression databases such as BioGPS
(biogps.gnf.org) [40,69] is the fact that the origin of the tissues ana-
lyzed is sometimes difﬁcult, if not impossible to trace. At least some
of the tissues in BioGPS, for example, stem from a commercial source
and it is not entirely clear if testis samples were obtained fromhealthy and fertile individuals or from prostate cancer patients who
have undergone hormone therapy.
4.5. The Drosophila Testis Gene Expression Database (FlyTED)
The fruitﬂy Drosophila melanogaster is a major model organism for
developmental biology and the process of spermatogenesis has been
extensively studied in this species. Since many genes involved in
the process of meiosis and gametogenesis are conserved from yeast
to man information about testicular expression of ﬂy genes is likely
helpful for efforts to identify mammalian orthologs that may play
roles in spermatogenesis and fertility. The FlyTED database (ﬂyted.
zoo.ox.ac.uk/) contains a large number of in situ RNA hybridization
images revealing the developmental-stage speciﬁc expression of
transcripts in wild-type ﬂies and seven spermatogenesis-deﬁcient
mutant strains [70]. The database is highly integrated with the com-
prehensive resource Flybase (www.ﬂybase.org) and allows for both
manual and programmatic access [71]. Each image was manually
annotated using the Drosophila Anatomy Ontology and the output
is supplemented with a link to the corresponding Flybase report
page. A screenshot of the database output is shown in Fig. 11.
4.6. CTDatabase — an online resource for Cancer/Testis genes
CTDatabase assembles the outcome of numerous studies into one
online source (www.cta.lncc.br/) [72]. The information is accessible
via a simple list of all 138 genes currently covered or via a query
form where users combine free text with any one of four different
categories (gene, domain, tissue and annotation). The gene report
Fig. 11. The ﬂy-TED database. A screenshot of the report page for the shuy gene highly expressed in testis is shown.
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mRNA Expression, Protein expression, Immune response and Pubmed
sections accessible via tabs.
Cancer/Testis genes encode proteins typically present in the
human germline and somatic cancers but not in the corresponding
healthy tissue. These proteins are interesting from two different
standpoints: originally termed Cancer/Testis antigens they are
thought to be promising targets for immunotherapy where their
presence at the surface of malign cells triggers an immune re-
sponse directed against the tumor [73]. They are also prime candi-
dates for mechanistic studies that aim at a better understanding
how germline proteins may interfere with normal somatic cell
functions to promoter cancer progression [16,17]. Much remains to
be done, though, since many of the CT genes were deﬁned as such
based on mRNA expression – often within limited sample sets – only,
and for most of them potential roles in gametogenesis and fertility
have yet to be uncovered. In some cases, such as SPO11 (involved in
the initiation of meiotic recombination), it is doubtful that the mis-
expressed protein alone can contribute to a tumor's genetic instability
since the protein does not act on its own but rather as part of a larger
complex [74].
5. Conclusions and perspectives
Methods of biological data management and analysis have im-
proved considerably over the past 10 years from the establishment
of certiﬁed public repositories for high-throughput data to the cre-
ation of database entries by professional biocurators and the devel-
opment of countless web-server based software solutions. The everincreasing speed and efﬁciency of the Internet's infrastructure has
made it possible to quickly access a large amount of information
via the web. More than 15 years into the age of genome biology mo-
tivated life scientists are able to efﬁciently share and analyze data
to facilitate the progress of biomedical research. Has the bioinfor-
matics community lived up to the promise of a new information so-
ciety? Judging from the panoply of solutions that were provided to
users over the last years (typically as a free service to the biomedi-
cal community), one would be tempted to believe that it has indeed
done so. The devil is however, as always, in the detail. A database
contains automatically or manually curated information that is
inherently incomplete and partially inaccurate. It is conceivable
that innovative and more efﬁcient automatic annotation proce-
dures, together with manual curation in those cases where con-
ﬂicting information cannot be resolved without human
intervention, will help tackle that problem in the foreseeable fu-
ture. High-throughput experiments – although unbiased towards
individual genes, transcripts or proteins – may be ﬂawed because
of systematic errors, suboptimal sample preparation and insufﬁ-
cient analysis procedures. Finally, certain analysis tools may lack
the user-friendliness one might have expected and the level of IT-
, and programming skills needed to install, run and debug them is
still rather high for some of them. It seems fair to say, though, that
the beneﬁts of high-throughput methods in combination with in-
formation technology outweigh their shortcomings.
A key challenge in the immediate futurewill be to integrate informa-
tion on DNA and RNA with the output of increasingly efﬁcient protein
proﬁling methods that have ﬁnally delivered the promises of proteo-
mics, at least in simple eukaryotes [75–78]. Once this problem is solved,
1894 M. Primig / Biochimica et Biophysica Acta 1822 (2012) 1880–1895the emerging ﬁeld of systems biology that aims at describing and ulti-
mately simulating biological and pathological processes will unfold its
full potential.
Acknowledgements
Thisworkwas supported by an InsermAvenir grant R07216NS and an
ARC grant No. 7985 awarded toM. Primig. I thankO. Collin andA. Roult at
Genouest for GermOnline and GPSy system administration.
References
[1] D.F. Hochstrasser, R.D. Appel, O. Golaz, C. Pasquali, J.C. Sanchez, A. Bairoch, Shar-
ing of worldwide spread knowledge using hypermedia facilities & fast communi-
cation protocols (Mosaic and World Wide Web): the example of ExPASy,
Methods Inf. Med. 34 (1995) 75–78.
[2] M.Y. Galperin, G.R. Cochrane, The 2011 Nucleic Acids Research Database Issue and
the online Molecular Biology Database Collection, Nucleic Acids Res. 39 (2011)
D1–D6.
[3] M.D. Brazas, D.S. Yim, J.T. Yamada, B.F. Ouellette, The 2011 Bioinformatics Links
Directory update: more resources, tools and databases and features to empower
the bioinformatics community, Nucleic Acids Res. 39 (2011) W3–W7.
[4] E.S. Lander, L.M. Linton, B. Birren, C. Nusbaum, M.C. Zody, J. Baldwin, K. Devon, K.
Dewar, M. Doyle, W. FitzHugh, R. Funke, D. Gage, K. Harris, A. Heaford, J. Howland,
L. Kann, J. Lehoczky, R. LeVine, P. McEwan, K. McKernan, J. Meldrim, J.P. Mesirov,
C. Miranda, W. Morris, J. Naylor, C. Raymond, M. Rosetti, R. Santos, A. Sheridan, C.
Sougnez, N. Stange-Thomann, N. Stojanovic, A. Subramanian, D. Wyman, J.
Rogers, J. Sulston, R. Ainscough, S. Beck, D. Bentley, J. Burton, C. Clee, N. Carter,
A. Coulson, R. Deadman, P. Deloukas, A. Dunham, I. Dunham, R. Durbin, L.
French, D. Grafham, S. Gregory, T. Hubbard, S. Humphray, A. Hunt, M. Jones, C.
Lloyd, A. McMurray, L. Matthews, S. Mercer, S. Milne, J.C. Mullikin, A. Mungall,
R. Plumb, M. Ross, R. Shownkeen, S. Sims, R.H. Waterston, R.K. Wilson, L.W.
Hillier, J.D. McPherson, M.A. Marra, E.R. Mardis, L.A. Fulton, A.T. Chinwalla, K.H.
Pepin, W.R. Gish, S.L. Chissoe, M.C. Wendl, K.D. Delehaunty, T.L. Miner, A.
Delehaunty, J.B. Kramer, L.L. Cook, R.S. Fulton, D.L. Johnson, P.J. Minx, S.W.
Clifton, T. Hawkins, E. Branscomb, P. Predki, P. Richardson, S. Wenning, T.
Slezak, N. Doggett, J.F. Cheng, A. Olsen, S. Lucas, C. Elkin, E. Uberbacher, M.
Frazier, R.A. Gibbs, D.M. Muzny, S.E. Scherer, J.B. Bouck, E.J. Sodergren, K.C.
Worley, C.M. Rives, J.H. Gorrell, M.L. Metzker, S.L. Naylor, R.S. Kucherlapati, D.L.
Nelson, G.M. Weinstock, Y. Sakaki, A. Fujiyama, M. Hattori, T. Yada, A. Toyoda, T.
Itoh, C. Kawagoe, H. Watanabe, Y. Totoki, T. Taylor, J. Weissenbach, R. Heilig, W.
Saurin, F. Artiguenave, P. Brottier, T. Bruls, E. Pelletier, C. Robert, P. Wincker,
D.R. Smith, L. Doucette-Stamm, M. Rubenﬁeld, K. Weinstock, H.M. Lee, J. Dubois,
A. Rosenthal, M. Platzer, G. Nyakatura, S. Taudien, A. Rump, H. Yang, J. Yu, J.
Wang, G. Huang, J. Gu, L. Hood, L. Rowen, A. Madan, S. Qin, R.W. Davis, N.A.
Federspiel, A.P. Abola, M.J. Proctor, R.M. Myers, J. Schmutz, M. Dickson, J.
Grimwood, D.R. Cox, M.V. Olson, R. Kaul, N. Shimizu, K. Kawasaki, S. Minoshima,
G.A. Evans, M. Athanasiou, R. Schultz, B.A. Roe, F. Chen, H. Pan, J. Ramser, H.
Lehrach, R. Reinhardt, W.R. McCombie, M. de la Bastide, N. Dedhia, H. Blocker,
K. Hornischer, G. Nordsiek, R. Agarwala, L. Aravind, J.A. Bailey, A. Bateman, S.
Batzoglou, E. Birney, P. Bork, D.G. Brown, C.B. Burge, L. Cerutti, H.C. Chen, D.
Church, M. Clamp, R.R. Copley, T. Doerks, S.R. Eddy, E.E. Eichler, T.S. Furey, J.
Galagan, J.G. Gilbert, C. Harmon, Y. Hayashizaki, D. Haussler, H. Hermjakob, K.
Hokamp, W. Jang, L.S. Johnson, T.A. Jones, S. Kasif, A. Kaspryzk, S. Kennedy, W.J.
Kent, P. Kitts, E.V. Koonin, I. Korf, D. Kulp, D. Lancet, T.M. Lowe, A. McLysaght, T.
Mikkelsen, J.V. Moran, N. Mulder, V.J. Pollara, C.P. Ponting, G. Schuler, J. Schultz,
G. Slater, A.F. Smit, E. Stupka, J. Szustakowski, D. Thierry-Mieg, J. Thierry-Mieg,
L. Wagner, J. Wallis, R. Wheeler, A. Williams, Y.I. Wolf, K.H. Wolfe, S.P. Yang, R.F.
Yeh, F. Collins, M.S. Guyer, J. Peterson, A. Felsenfeld, K.A. Wetterstrand, A.
Patrinos, M.J. Morgan, P. de Jong, J.J. Catanese, K. Osoegawa, H. Shizuya, S. Choi,
Y.J. Chen, Initial sequencing and analysis of the human genome, Nature 409
(2001) 860–921.
[5] J.C. Venter, M.D. Adams, E.W. Myers, P.W. Li, R.J. Mural, G.G. Sutton, H.O. Smith, M.
Yandell, C.A. Evans, R.A. Holt, J.D. Gocayne, P. Amanatides, R.M. Ballew, D.H. Huson,
J.R. Wortman, Q. Zhang, C.D. Kodira, X.H. Zheng, L. Chen, M. Skupski, G.
Subramanian, P.D. Thomas, J. Zhang, G.L. Gabor Miklos, C. Nelson, S. Broder, A.G.
Clark, J. Nadeau, V.A. McKusick, N. Zinder, A.J. Levine, R.J. Roberts, M. Simon, C.
Slayman, M. Hunkapiller, R. Bolanos, A. Delcher, I. Dew, D. Fasulo, M. Flanigan, L.
Florea, A. Halpern, S. Hannenhalli, S. Kravitz, S. Levy, C. Mobarry, K. Reinert, K.
Remington, J. Abu-Threideh, E. Beasley, K. Biddick, V. Bonazzi, R. Brandon, M.
Cargill, I. Chandramouliswaran, R. Charlab, K. Chaturvedi, Z. Deng, V. Di
Francesco, P. Dunn, K. Eilbeck, C. Evangelista, A.E. Gabrielian, W. Gan, W. Ge, F.
Gong, Z. Gu, P. Guan, T.J. Heiman, M.E. Higgins, R.R. Ji, Z. Ke, K.A. Ketchum, Z. Lai,
Y. Lei, Z. Li, J. Li, Y. Liang, X. Lin, F. Lu, G.V. Merkulov, N. Milshina, H.M. Moore,
A.K. Naik, V.A. Narayan, B. Neelam, D. Nusskern, D.B. Rusch, S. Salzberg, W. Shao,
B. Shue, J. Sun, Z. Wang, A. Wang, X. Wang, J. Wang, M. Wei, R. Wides, C. Xiao, C.
Yan, A. Yao, J. Ye, M. Zhan, W. Zhang, H. Zhang, Q. Zhao, L. Zheng, F. Zhong, W.
Zhong, S. Zhu, S. Zhao, D. Gilbert, S. Baumhueter, G. Spier, C. Carter, A. Cravchik,
T. Woodage, F. Ali, H. An, A. Awe, D. Baldwin, H. Baden, M. Barnstead, I. Barrow,
K. Beeson, D. Busam, A. Carver, A. Center, M.L. Cheng, L. Curry, S. Danaher, L.
Davenport, R. Desilets, S. Dietz, K. Dodson, L. Doup, S. Ferriera, N. Garg, A.
Gluecksmann, B. Hart, J. Haynes, C. Haynes, C. Heiner, S. Hladun, D. Hostin, J.Houck, T. Howland, C. Ibegwam, J. Johnson, F. Kalush, L. Kline, S. Koduru, A. Love,
F. Mann, D. May, S. McCawley, T. McIntosh, I. McMullen, M. Moy, L. Moy, B.
Murphy, K. Nelson, C. Pfannkoch, E. Pratts, V. Puri, H. Qureshi, M. Reardon, R.
Rodriguez, Y.H. Rogers, D. Romblad, B. Ruhfel, R. Scott, C. Sitter, M. Smallwood, E.
Stewart, R. Strong, E. Suh, R. Thomas, N.N. Tint, S. Tse, C. Vech, G. Wang, J.
Wetter, S. Williams, M. Williams, S. Windsor, E. Winn-Deen, K. Wolfe, J. Zaveri,
K. Zaveri, J.F. Abril, R. Guigo, M.J. Campbell, K.V. Sjolander, B. Karlak, A. Kejariwal,
H. Mi, B. Lazareva, T. Hatton, A. Narechania, K. Diemer, A. Muruganujan, N. Guo,
S. Sato, V. Bafna, S. Istrail, R. Lippert, R. Schwartz, B. Walenz, S. Yooseph, D. Allen,
A. Basu, J. Baxendale, L. Blick, M. Caminha, J. Carnes-Stine, P. Caulk, Y.H. Chiang,
M. Coyne, C. Dahlke, A. Mays, M. Dombroski, M. Donnelly, D. Ely, S. Esparham, C.
Fosler, H. Gire, S. Glanowski, K. Glasser, A. Glodek, M. Gorokhov, K. Graham, B.
Gropman, M. Harris, J. Heil, S. Henderson, J. Hoover, D. Jennings, C. Jordan, J.
Jordan, J. Kasha, L. Kagan, C. Kraft, A. Levitsky, M. Lewis, X. Liu, J. Lopez, D. Ma,
W. Majoros, J. McDaniel, S. Murphy, M. Newman, T. Nguyen, N. Nguyen, M.
Nodell, S. Pan, J. Peck, M. Peterson, W. Rowe, R. Sanders, J. Scott, M. Simpson, T.
Smith, A. Sprague, T. Stockwell, R. Turner, E. Venter, M. Wang, M. Wen, D. Wu,
M. Wu, A. Xia, A. Zandieh, X. Zhu, The sequence of the human genome, Science
291 (2001) 1304–1351.
[6] F.S. Collins, Genome-sequencing anniversary. Faces of the genome, Science 331
(2011) 546.
[7] P.J. Ellis, R.A. Furlong, S.J. Conner, J. Kirkman-Brown, M. Afnan, C. Barratt, D.K.
Grifﬁn, N.A. Affara, Coordinated transcriptional regulation patterns associated
with infertility phenotypes in men, J. Med. Genet. 44 (2007) 498–508.
[8] F. Chalmel, A.D. Rolland, C. Niederhauser-Wiederkehr, S.S. Chung, P. Demougin, A.
Gattiker, J. Moore, J.J. Patard, D.J. Wolgemuth, B. Jegou, M. Primig, The conserved
transcriptome in human and rodent male gametogenesis, Proc. Natl. Acad. Sci.
U. S. A. 104 (2007) 8346–8351.
[9] C. Feig, C. Kirchhoff, R. Ivell, O. Naether, W. Schulze, A.N. Spiess, A new paradigm
for proﬁling testicular gene expression during normal and disturbed human
spermatogenesis, Mol. Hum. Reprod. 13 (2007) 33–43.
[10] G.C. Ostermeier, D.J. Dix, D. Miller, P. Khatri, S.A. Krawetz, Spermatozoal RNA
proﬁles of normal fertile men, Lancet 360 (2002) 772–777.
[11] A.M. Kocabas, J. Crosby, P.J. Ross, H.H. Otu, Z. Beyhan, H. Can, W.L. Tam, G.J. Rosa,
R.G. Halgren, B. Lim, E. Fernandez, J.B. Cibelli, The transcriptome of human
oocytes, Proc. Natl. Acad. Sci. U. S. A. 103 (2006) 14027–14032.
[12] Z. He, W.Y. Chan, M. Dym, Microarray technology offers a novel tool for the diag-
nosis and identiﬁcation of therapeutic targets for male infertility, Reproduction
132 (2006) 11–19.
[13] F. Chalmel, A. Lardenois, M. Primig, Toward understanding the core meiotic trans-
criptome in mammals and its implications for somatic cancer, Ann. N. Y. Acad. Sci.
1120 (2007) 1–15.
[14] G. Wrobel, M. Primig, Mammalian male germ cells are fertile ground for expres-
sion proﬁling of sexual reproduction, Reproduction 129 (2005) 1–7.
[15] T.L. Lee, A.L. Pang, O.M. Rennert, W.Y. Chan, Genomic landscape of developing
male germ cells, Birth Defects Res. C Embryo Today 87 (2009) 43–63.
[16] O.L. Caballero, Y.T. Chen, Cancer/testis (CT) antigens: potential targets for immu-
notherapy, Cancer Sci. 100 (2009) 2014–2021.
[17] A.J. Simpson, O.L. Caballero, A. Jungbluth, Y.T. Chen, L.J. Old, Cancer/testis anti-
gens, gametogenesis and cancer, Nat. Rev. Cancer 5 (2005) 615–625.
[18] O. Hofmann, O.L. Caballero, B.J. Stevenson, Y.T. Chen, T. Cohen, R. Chua, C.A.
Maher, S. Panji, U. Schaefer, A. Kruger, M. Lehvaslaiho, P. Carninci, Y.
Hayashizaki, C.V. Jongeneel, A.J. Simpson, L.J. Old, W. Hide, Genome-wide analysis
of cancer/testis gene expression, Proc. Natl. Acad. Sci. U. S. A. 105 (2008)
20422–20427.
[19] Y.T. Chen, M.J. Scanlan, C.A. Venditti, R. Chua, G. Theiler, B.J. Stevenson, C. Iseli,
A.O. Gure, T. Vasicek, R.L. Strausberg, C.V. Jongeneel, L.J. Old, A.J. Simpson, Identi-
ﬁcation of cancer/testis-antigen genes by massively parallel signature sequenc-
ing, Proc. Natl. Acad. Sci. U. S. A. 102 (2005) 7940–7945.
[20] M.J. Scanlan, C.M. Gordon, B. Williamson, S.Y. Lee, Y.T. Chen, E. Stockert, A.
Jungbluth, G. Ritter, D. Jager, E. Jager, A. Knuth, L.J. Old, Identiﬁcation of
cancer/testis genes by database mining and mRNA expression analysis, Int. J.
Cancer 98 (2002) 485–492.
[21] J.B. Axelsen, J. Lotem, L. Sachs, E. Domany, Genes overexpressed in different
human solid cancers exhibit different tissue-speciﬁc expression proﬁles, Proc.
Natl. Acad. Sci. U. S. A. 104 (2007) 13122–13127.
[22] D.A. Wheeler, M. Srinivasan, M. Egholm, Y. Shen, L. Chen, A. McGuire, W. He, Y.J.
Chen, V. Makhijani, G.T. Roth, X. Gomes, K. Tartaro, F. Niazi, C.L. Turcotte, G.P.
Irzyk, J.R. Lupski, C. Chinault, X.Z. Song, Y. Liu, Y. Yuan, L. Nazareth, X. Qin, D.M.
Muzny, M. Margulies, G.M. Weinstock, R.A. Gibbs, J.M. Rothberg, The complete
genome of an individual by massively parallel DNA sequencing, Nature 452
(2008) 872–876.
[23] M.A. Handel, J.C. Schimenti, Genetics of mammalian meiosis: regulation, dynam-
ics and impact on fertility, Nat. Rev. Genet. 11 (2010) 124–136.
[24] M.M. Matzuk, D.J. Lamb, The biology of infertility: research advances and clinical
challenges, Nat. Med. 14 (2008) 1197–1213.
[25] K. Hwang, A.N. Yatsenko, C.J. Jorgez, S. Mukherjee, R.L. Nalam, M.M. Matzuk, D.J. Lamb,
Mendelian genetics of male infertility, Ann. N. Y. Acad. Sci. 1214 (2011) E1–E17.
[26] I.S. Chan, G.S. Ginsburg, Personalized medicine: progress and promise, Annu. Rev.
Genomics Hum. Genet. 12 (2011) 217–244.
[27] G.H. Fernald, E. Capriotti, R. Daneshjou, K.J. Karczewski, R.B. Altman, Bioinformat-
ics challenges for personalized medicine, Bioinformatics 27 (2011) 1741–1748.
[28] C. Stark, B.J. Breitkreutz, A. Chatr-Aryamontri, L. Boucher, R. Oughtred, M.S.
Livstone, J. Nixon, K. Van Auken, X. Wang, X. Shi, T. Reguly, J.M. Rust, A. Winter,
K. Dolinski, M. Tyers, The BioGRID Interaction Database: 2011 update, Nucleic
Acids Res. 39 (2011) D698–D704.
1895M. Primig / Biochimica et Biophysica Acta 1822 (2012) 1880–1895[29] M.Y. Galperin, X.M. Fernandez-Suarez, The 2012 Nucleic Acids Research Database
Issue and the online Molecular Biology Database Collection, Nucleic Acids Res. 40
(2012) D1–D8.
[30] U. consortium, Reorganizing the protein space at the Universal Protein Resource
(UniProt), Nucleic Acids Res. 40 (2012) D71–D75.
[31] L. Lane, G. Argoud-Puy, A. Britan, I. Cusin, P.D. Duek, O. Evalet, A. Gateau, P.
Gaudet, A. Gleizes, A. Masselot, C. Zwahlen, A. Bairoch, neXtProt: a knowledge
platform for human proteins, Nucleic Acids Res. 40 (2012) D76–D83.
[32] F. Ponten, J.M. Schwenk, A. Asplund, P.H. Edqvist, The Human Protein Atlas as a
proteomic resource for biomarker discovery, J. Intern. Med. 270 (2011) 428–446.
[33] L. Fagerberg, S. Stromberg, A. El-Obeid, M. Gry, K. Nilsson, M. Uhlen, F. Ponten, A.
Asplund, Large-scale protein proﬁling in human cell lines using antibody-based
proteomics, J. Proteome Res. 10 (2011) 4066–4075.
[34] E. Shang, H.D. Nickerson, D. Wen, X. Wang, D.J. Wolgemuth, The ﬁrst
bromodomain of Brdt, a testis-speciﬁc member of the BET sub-family of double-
bromodomain-containing proteins, is essential for male germ cell differentiation,
Development 134 (2007) 3507–3515.
[35] R. Hoffmann, A wiki for the life sciences where authorship matters, Nat. Genet. 40
(2008) 1047–1051.
[36] B. Mons, M. Ashburner, C. Chichester, E. van Mulligen, M. Weeber, J. den Dunnen,
G.J. van Ommen, M. Musen, M. Cockerill, H. Hermjakob, A. Mons, A. Packer, R.
Pacheco, S. Lewis, A. Berkeley, W. Melton, N. Barris, J. Wales, G. Meijssen, E.
Moeller, P.J. Roes, K. Borner, A. Bairoch, Calling on a million minds for community
annotation in WikiProteins, Genome Biol. 9 (2008) R89.
[37] R.D. Finn, P.P. Gardner, A. Bateman, Making your database available through
Wikipedia: the pros and cons, Nucleic Acids Res. 40 (2012) D9–D12.
[38] A. Lardenois, A. Gattiker, O. Collin, F. Chalmel, M. Primig, GermOnline 4.0 is a
genomics gateway for germline development, meiosis and the mitotic cell cycle,
Database (Oxford) 2010 (2010) baq030.
[39] J.W. Huss III, C. Orozco, J. Goodale, C. Wu, S. Batalov, T.J. Vickers, F. Valafar, A.I. Su,
A gene wiki for community annotation of gene function, PLoS Biol. 6 (2008) e175.
[40] A.I. Su, T. Wiltshire, S. Batalov, H. Lapp, K.A. Ching, D. Block, J. Zhang, R. Soden, M.
Hayakawa, G. Kreiman, M.P. Cooke, J.R. Walker, J.B. Hogenesch, A gene atlas of the
mouse and human protein-encoding transcriptomes, Proc. Natl. Acad. Sci. U. S. A.
101 (2004) 6062–6067.
[41] H. Parkinson, U. Sarkans, N. Kolesnikov, N. Abeygunawardena, T. Burdett, M.
Dylag, I. Emam, A. Farne, E. Hastings, E. Holloway, N. Kurbatova, M. Lukk, J.
Malone, R. Mani, E. Pilicheva, G. Rustici, A. Sharma, E. Williams, T. Adamusiak,
M. Brandizi, N. Sklyar, A. Brazma, ArrayExpress update—an archive of microarray
and high-throughput sequencing-based functional genomics experiments,
Nucleic Acids Res. 39 (2011) D1002–D1004.
[42] M. Kapushesky, I. Emam, E. Holloway, P. Kurnosov, A. Zorin, J. Malone, G. Rustici,
E. Williams, H. Parkinson, A. Brazma, Gene expression atlas at the European bio-
informatics institute, Nucleic Acids Res. 38 (2010) D690–D698.
[43] J. Malone, E. Holloway, T. Adamusiak, M. Kapushesky, J. Zheng, N. Kolesnikov, A.
Zhukova, A. Brazma, H. Parkinson, Modeling sample variables with an Experi-
mental Factor Ontology, Bioinformatics 26 (2010) 1112–1118.
[44] T. Barrett, D.B. Troup, S.E. Wilhite, P. Ledoux, C. Evangelista, I.F. Kim, M.
Tomashevsky, K.A. Marshall, K.H. Phillippy, P.M. Sherman, R.N. Muertter, M.
Holko, O. Ayanbule, A. Yefanov, A. Soboleva, NCBI GEO: archive for functional
genomics data sets—10 years on, Nucleic Acids Res. 39 (2011) D1005–D1010.
[45] T. Hruz, O. Laule, G. Szabo, F. Wessendorp, S. Bleuler, L. Oertle, P. Widmayer, W.
Gruissem, P. Zimmermann, Genevestigator v3: a reference expression database
for the meta-analysis of transcriptomes, Adv. Bioinformatics 2008 (2008) 420747.
[46] N. Peled, A.B. Oton, F.R. Hirsch, P. Bunn, MAGE A3 antigen-speciﬁc cancer immu-
notherapeutic, Immunotherapy 1 (2009) 19–25.
[47] P. Tyagi, B. Mirakhur, MAGRIT: the largest-ever phase III lung cancer trial aims to
establish a novel tumor-speciﬁc approach to therapy, Clin. Lung Cancer 10 (2009)
371–374.
[48] L.C. Tranchevent, F.B. Capdevila, D. Nitsch, B. De Moor, P. De Causmaecker, Y.
Moreau, A guide to web tools to prioritize candidate genes, Brief. Bioinform. 12
(2011) 22–32.
[49] L.C. Tranchevent, R. Barriot, S. Yu, S. Van Vooren, P. Van Loo, B. Coessens, B. De
Moor, S. Aerts, Y. Moreau, ENDEAVOUR update: a web resource for gene prioriti-
zation in multiple species, Nucleic Acids Res. 36 (2008) W377–W384.
[50] A. Sun, Y. Jiang, X. Wang, Q. Liu, F. Zhong, Q. He, W. Guan, H. Li, Y. Sun, L. Shi, H. Yu,
D. Yang, Y. Xu, Y. Song, W. Tong, D. Li, C. Lin, Y. Hao, C. Geng, D. Yun, X. Zhang, X.
Yuan, P. Chen, Y. Zhu, Y. Li, S. Liang, X. Zhao, S. Liu, F. He, Liverbase: a comprehen-
sive view of human liver biology, J. Proteome Res. 9 (2010) 50–58.
[51] A. Hsueh, R. Rauch, Ovarian Kaleidoscope Database: 10 years and beyond, Biol.
Reprod. (2012).
[52] Z. Wang, M. Gerstein, M. Snyder, RNA-Seq: a revolutionary tool for trans-
criptomics, Nat. Rev. Genet. 10 (2009) 57–63.
[53] A. Gattiker, C. Niederhauser-Wiederkehr, J. Moore, L. Hermida, M. Primig, The
GermOnline cross-species systems browser provides comprehensive information
on genes and gene products relevant for sexual reproduction, Nucleic Acids Res.
35 (2007) D457–D462.[54] J. Zhang, S. Haider, J. Baran, A. Cros, J.M. Guberman, J. Hsu, Y. Liang, L. Yao, A.
Kasprzyk, BioMart: a data federation framework for large collaborative projects,
Database (Oxford) 2011 (2011) bar038.
[55] A. Peri, M. Serio, The CREM system in human spermatogenesis, J. Endocrinol.
Invest. 23 (2000) 578–583.
[56] S. Blocher, L. Fink, R.M. Bohle, M. Bergmann, K. Steger, CREM activator and repressor
isoform expression in human male germ cells, Int. J. Androl. 28 (2005) 215–223.
[57] X. Hu, L.C. Moscinski, Cdc2: a monopotent or pluripotent CDK? Cell Prolif. 44
(2011) 205–211.
[58] A. Lardenois, Y. Liu, T. Walther, F. Chalmel, B. Evrard, M. Granovskaia, A. Chu, R.W.
Davis, L.M. Steinmetz, M. Primig, Execution of the meiotic noncoding RNA expres-
sion program and the onset of gametogenesis in yeast require the conserved
exosome subunit Rrp6, Proc. Natl. Acad. Sci. U. S. A. 108 (2010) 1058–1063.
[59] R.H. Martin, Meiotic errors in human oogenesis and spermatogenesis, Reprod.
Biomed. Online 16 (2008) 523–531.
[60] M.C. Hann, P.E. Lau, H.G. Tempest, Meiotic recombination and male infertility:
from basic science to clinical reality? Asian J. Androl. 13 (2011) 212–218.
[61] H.G. Tempest, Meiotic recombination errors, the origin of sperm aneuploidy and
clinical recommendations, Syst. Biol. Reprod. Med. 57 (2011) 93–101.
[62] F.J. van Werven, A. Amon, Regulation of entry into gametogenesis, Philos. Trans.
R. Soc. Lond. B Biol. Sci. 366 (2011) 3521–3531.
[63] J.Y. Leu, P.R. Chua, G.S. Roeder, The meiosis-speciﬁc Hop2 protein of S. cerevisiae
ensures synapsis between homologous chromosomes, Cell 94 (1998) 375–386.
[64] G.V. Petukhova, P.J. Romanienko, R.D. Camerini-Otero, The Hop2 protein has a
direct role in promoting interhomolog interactions during mouse meiosis, Dev.
Cell 5 (2003) 927–936.
[65] M. Primig, R.M. Williams, E.A. Winzeler, G.G. Tevzadze, A.R. Conway, S.Y. Hwang,
R.W. Davis, R.E. Esposito, The core meiotic transcriptome in budding yeasts, Nat.
Genet. 26 (2000) 415–423.
[66] T.L. Lee, H.H. Cheung, J. Claus, C. Sastry, S. Singh, L. Vu, O. Rennert, W.Y. Chan,
GermSAGE: a comprehensive SAGE database for transcript discovery on male
germ cell development, Nucleic Acids Res. 37 (2009) D891–D897.
[67] T.L. Lee, Y. Li, H.H. Cheung, J. Claus, S. Singh, C. Sastry, O.M. Rennert, Y.F. Lau, W.Y.
Chan, GonadSAGE: a comprehensive SAGE database for transcript discovery on
male embryonic gonad development, Bioinformatics 26 (2009) 585–586.
[68] K.K. Acharya, D.S. Chandrashekar, N. Chitturi, H. Shah, V. Malhotra, K.S.
Sreelakshmi, H. Deepti, A. Bajpai, S. Davuluri, P. Bora, L. Rao, A novel tissue-
speciﬁc meta-analysis approach for gene expression predictions, initiated with
a mammalian gene expression testis database, BMC Genomics 11 (2010) 467.
[69] C.Wu, C. Orozco, J. Boyer,M. Leglise, J. Goodale, S. Batalov, C.L. Hodge, J. Haase, J. Janes,
J.W. Huss III, A.I. Su, BioGPS: an extensible and customizable portal for querying and
organizing gene annotation resources, Genome Biol. 10 (2009) R130.
[70] J. Zhao, G. Klyne, E. Benson, E. Gudmannsdottir, H. White-Cooper, D. Shotton,
FlyTED: the Drosophila Testis Gene Expression Database, Nucleic Acids Res. 38
(2010) D710–D715.
[71] A. Miles, J. Zhao, G. Klyne, H. White-Cooper, D. Shotton, OpenFlyData: an exem-
plar data web integrating gene expression data on the fruit ﬂy Drosophila melano-
gaster, J. Biomed. Inform. 43 (2010) 752–761.
[72] L.G. Almeida, N.J. Sakabe, A.R. deOliveira, M.C. Silva, A.S. Mundstein, T. Cohen, Y.T.
Chen, R. Chua, S. Gurung, S. Gnjatic, A.A. Jungbluth, O.L. Caballero, A. Bairoch, E.
Kiesler, S.L. White, A.J. Simpson, L.J. Old, A.A. Camargo, A.T. Vasconcelos,
CTdatabase: a knowledge-base of high-throughput and curated data on
cancer-testis antigens, Nucleic Acids Res. 37 (2009) D816–D819.
[73] P. van der Bruggen, C. Traversari, P. Chomez, C. Lurquin, E. De Plaen, B. Van den
Eynde, A. Knuth, T. Boon, A gene encoding an antigen recognized by cytolytic T
lymphocytes on a human melanoma, Science 254 (1991) 1643–1647.
[74] S. Keeney, Spo11 and the formation of DNA double-strand breaks in meiosis,
Genome Dyn. Stab. 2 (2008) 81–123.
[75] R. Lavigne, E. Becker, Y. Liu, B. Evrard, A. Lardenois, M. Primig, C. Pineau, Direct
Iterative Protein Proﬁling (DIPP) — an innovative method for large-scale protein
detection applied to budding yeast mitosis, Mol. Cell. Proteomics (2011).
[76] S.S. Thakur, T. Geiger, B. Chatterjee, P. Bandilla, F. Frohlich, J. Cox, M. Mann, Deep
and highly sensitive proteome coverage by LC–MS/MS without prefractionation,
Mol. Cell. Proteomics 10 (2011) M110 (003699).
[77] L.M. de Godoy, J.V. Olsen, J. Cox, M.L. Nielsen, N.C. Hubner, F. Frohlich, T.C.
Walther, M. Mann, Comprehensive mass-spectrometry-based proteome quantiﬁ-
cation of haploid versus diploid yeast, Nature 455 (2008) 1251–1254.
[78] N.L. King, E.W. Deutsch, J.A. Ranish, A.I. Nesvizhskii, J.S. Eddes, P. Mallick, J. Eng, F.
Desiere, M. Flory, D.B. Martin, B. Kim, H. Lee, B. Raught, R. Aebersold, Analysis
of the Saccharomyces cerevisiae proteome with PeptideAtlas, Genome Biol. 7
(2006) R106.
[79] U. Schlecht, I. Erb, P. Demougin, N. Robine, V. Borde, E. van Nimwegen, A. Nicolas,
M. Primig, Genome-wide expression proﬁling, in vivo DNA binding analysis,
and probabilistic motif prediction reveal novel Abf1 target genes during fermen-
tation, respiration, and sporulation in yeast, Mol. Biol. Cell 19 (2008) 2193–2207.
[80] K. Kugou, H. Sasanuma, K. Matsumoto, K. Shirahige, K. Ohta, Mre11 mediates gene
regulation in yeast spore development, Genes Genet. Syst. 82 (2007) 21–33.
